Supplementary figure 1 shows maximum likelihood tree constructed using RAxML GUI v1.3. The position of samples collected from (a) Langtang, (b) Annapurna Conservation Area (c) North Sikkim, (d) Ladakh, (e) West Sikkim, and (f) East Sikkim, are shown in red colour, and the comparison was made with valid species identified from Genbank. The scale bars in the bottom represent the mean number of nucleotide substitutions per site. The trees were constructed using partial cytochrome b sequences from pellets and tissue samples. e.
f.
Supplementary figure 2: The elevational distribution of Himalayan pika species based on our observations and IUCN elevation range. The horizontal lines represent a species' elevation range, and the dots represent the number of samples at that elevation. The first three species belong to subgenus Conothoa, and the last three belong to subgenus Ochotona.
Supplementary figure 3:
The bar plot shows the contribution of top 20 variables to PCA-env depicted in figure 3.
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